The following Supporting Information is available for this article: Table S1 . Primers used for specific amplification of AvrPm3 a2/f2 (pu7) and SvrPm3 a1/f1 (bcg1). 
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[Separate excel file] Table S4 . Phenotypes of progeny from the 96224x94202 population on Pm1a, Pm4a, and Pm4b wheat.
[Separate excel file] Table S5 . Phenotypes of progeny from the 96224x94202 population on Pm5a wheat.
[Separate excel file] Table S6 . Phenotypes of progeny from the 96224x94202 population on Pm17 wheat.
[Separate excel file] Nucleotide polymorphisms compared to the avirulent haplotype are depicted. Dashes indicate gaps and dots indicate identical residues. The 'A-T' haplotype was found only in B.g. triticale isolates and contains the only synonymous mutation in the haplotypes. a Bourras et al, 2015 Notes S1. Genetic evidence indicating AvrPm3 a2/f2 is not recognized by Pm1a, Pm2, Pm3b-e, Pm3g, Pm4a, Pm4b, Pm5a, Pm8, and Pm17.
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In order to assess if AvrPm3 a2/f2 is genetically controlling avirulence to other R genes, we compared phenotype segregation data on Pm3f to those on Pm1a, Pm4a, Pm4b, and Pm5a in a subset of haploid progeny originating from a cross between the mildew isolates 96224 and JIW2 (Parlange et al., 2015, Supporting Information is also recognized by Pm1a, Pm4a, Pm4b, or Pm5a.
For Pm17, we used the same approach in a subset of 56 haploid progeny originating from a cross between the mildew isolates 96224 and 94202 ; Supporting Information Table   S6 ). Here also, phenotype segregation on Pm17 and Pm3f were completely different, indicating that avirulence on Pm3f is genetically unlinked to avirulence on Pm17. Therefore, it is unlikely that AvrPm3 a2/f2 is also recognized by Pm17.
To conclude, phenotype segregation data from Parlange et al. (2015) , Bourras et al. (2015) , and Supporting Information Tables S4-S6 , as well as genetic mapping data from Parlange et al. (2015) , Bourras et al. (2015) , and Praz et al. (2017) , indicate that AvrPm3 a2/f2 is not controlling avirulence towards Pm1a, Pm2, Pm3g, Pm4a, Pm4b, Pm5a, Pm8, and Pm17. 
